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Abbr. Trait Units Procedure
GY Grain yield g Total weight of kernels 
BM Total biomass g Weight of all above ground plant biomass
HI Harvest index g/g Ratio of grain yield over total biomass
PH Plant height cm Distance from top of soil to top of primary spike
Pedex Peduncle extrusion cm Distance from peduncle to bottom of  primary spike
SN Spike number Number of spikes over half of grains filled
AS Number of aborted spikes  Number of pikes with over half of all grains unfilled
GS Grains per spike Number of grains  divided by number of spikes
TKW Thousand kernal weight g Extrapolated weight of 1000 kernals
DM Days to maturity days Days in LD until kernels were mature
WU Total water used per pot L Water given to plant from LD to maturity
WUE Water use efficency of grain yield g/L Ratio of grain yield over water used
RWC_1 Relative water content at day 1 % Ratio of leaf fresh weight over fully turgid weight
RWC_3 Relative water content at at day 3 % Ratio of leaf fresh weight over fully turgid weight
Fv/Fm_1 Maximum PSII quantum yield  at day 1 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
Fv/Fm_3 Maximum PSII quantum yield at day 3 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
PI_1 PSII performance index at day 1 arb. unit Chl flouresence of dark adapted leaf before the flag leaf



































































































































Trait Min Max Min Max Min Max Min Max Min Max Min Max
GY 7.6 a 6.0 8.2 5.3 cd 3.2 6.7 5.4 c 2.4 9.8 3.7 bd 2.8 4.4 3.0 b 2.6 3.8 3.3 b 1.9 4.7
BM 14.2 a 11.9 15.5 10.0 cd 6.4 12.4 10.8 c 5.7 18.6 7.3 bd 5.7 8.5 6.0 b 5.0 7.5 6.9 b 4.2 9.6
HI 0.54 a 0.50 0.64 0.52 a 0.42 0.57 0.49 a 0.41 0.58 0.50 a 0.48 0.52 0.50 a 0.48 0.53 0.48 a 0.34 0.71
PH 54.4 a 50.3 57.8 50.7 ac 48.6 53.5 53.1 a 42.3 63.5 44.8 bc 39.4 49.2 42.8 b 39.7 45.6 42.8 b 31.4 55.0
Pedex 1.5 a ‐1.5 15.8 ‐4.6 bc ‐5.8 ‐2.5 ‐4.0 c ‐9.1 4.8 ‐6.8 bc ‐8.1 ‐4.6 ‐5.7 bc ‐10.3 0.9 ‐6.3 b ‐11.2 3.3
SN 8.9 a 5.0 10.3 7.5 ab 4.0 10.0 5.5 b 3.3 36.5 3.7 bc 3.0 4.0 3.5 bc 3.0 4.0 3.6 c 1.3 5.0
GS 14.1 ab 11.7 16.3 12.7 a 10.7 14.7 13.6 a 10.0 17.7 15.4 b 13.7 17.0 13.5 ab 12.3 14.3 12.8 a 10.0 16.7
TKW 55.0 b 50.8 58.1 54.0 ab 49.2 62.0 49.1 a 32.2 60.8 51.6 ab 48.3 53.9 53.8 ab 49.2 59.4 50.5 ab 41.7 60.2
DH 19.5 a 18.0 20.0 14.5 bc 13.0 20.0 16.5 ab 13.0 23.0 19.1 a 18.0 21.0 13.4 c 13.0 14.0 16.8 ab 13.0 22.0
DM 68.0 a 63.0 70.0 69.8 a 68.0 70.0 68.1 a 56.0 70.0 60.8 b 60.0 62.0 61.8 b 60.0 62.0 63.4 b 57.0 70.0
WU 12.88 a 11.54 13.59 9.58 c 7.34 11.48 10.50 c 6.75 14.39 7.22 b 6.44 7.90 6.08 b 5.20 6.57 6.31 b 4.32 8.35
WUE 1.8 b 1.5 2.1 1.6 ab 1.2 1.9 1.5 a 1.0 2.1 1.5 ab 1.3 1.7 1.5 ab 1.3 1.7 1.6 ab 1.1 1.9
RWC_1 87.2 abc 63.4 100.0 87.3 ac 62.0 100.0 93.1 a 78.8 100.0 81.6 bc 71.9 100.0 84.2 abc 64.7 100.0 81.2 b 69.5 95.6
RWC_3 96.5 a 78.3 100.0 95.9 a 64.7 100.0 89.4 b 75.2 100.0 80.2 bc 62.5 95.8 76.0 c 44.4 100.0 88.4 b 64.4 100.0
Fv/Fm_1 0.832 a 0.823 0.839 0.833 a 0.831 0.838 0.840 a 0.821 0.850 0.832 a 0.816 0.841 0.837 a 0.832 0.839 0.838 a 0.806 0.851
Fv/Fm_3 0.844 ab 0.841 0.847 0.842 ab 0.840 0.844 0.843 b 0.829 0.852 0.845 ab 0.844 0.846 0.844 ab 0.843 0.844 0.840 a 0.833 0.850
PI_1 3.4 a 2.9 4.0 4.1 a 3.9 4.431 3.9 a 1.7 4.9 3.1 a 2.6 3.6 4.1 a 3.8 4.4 3.8 a 1.863 4.768
PI_3 3.8 ab 3.5 4.2 4.3 ab 4.3 4.3 4.1 b 2.7 5.1 3.2 ab 3.1 3.3 4.2 ab 4.0 4.4 3.6 a 2.5 4.5
 Control Arta Control Keel Control Arke RILs 
Mean Mean Mean
Drought Arke RILs 
Mean Mean Mean
















































































































































































































Genotype 8.5 0.03 *** 7.8 0.05 *** 3.7 0.00 n/s 1.5 0.01 n/s 5.0 0.05 ** 3.1 0.04 * 6.9 0.09 ** 7.3 0.10 ** 1.5 0.01 n/s
Condition 87.3 0.18 *** 93.7 0.31 *** 2.9 0.00 n/s 66.0 0.22 *** 28.1 0.15 *** 27.5 0.16 *** 1.2 0.01 n/s 0.3 0.00 n/s 82.8 0.32 ***
G*C 4.0 0.02 * 3.5 0.02 * 0.3 0.00 n/s 0.5 0.00 n/s 8.0 0.08 *** 2.8 0.03 n/s 4.2 0.05 * 1.6 0.02 n/s 3.1 0.02 *
Genotype 11.9 0.05 n/s 1.8 0.03 *** 0.2 0.00 n/s 1.7 0.02 n/s 2.9 0.00 n/s 0.9 0.00 n/s 4.8 0.08 ** 2.6 0.04 n/s
Condition 170.1 0.35 *** 4.3 0.03 * 14.9 0.07 *** 68.2 0.32 *** 0.0 0.00 n/s 0.0 0.00 n/s 0.3 0.00 n/s 3.3 0.02 n/s
G*C 2.6 0.01 n/s 4.0 0.06 * 3.4 0.03 * 27.7 0.26 ** 0.3 0.00 n/s 0.7 0.00 n/s 0.1 0.00 n/s 0.4 0.01 n/s
RWC_1 RWC_3WU WUE Fv/Fm_1
DMPH Pedex
PI_1 PI_3Fv/Fm_3














































GY BM PH Pedex SN GS TKW DM RWC_3 PI_3
GY 0.95 0.34 0.37 0.21 0.44 0.73 0.26 0.13 ‐0.01
BM 0.80 0.40 0.37 0.16 0.41 0.69 0.23 0.05 ‐0.06
PH 0.37 0.46 0.39 ‐0.01 0.09 0.24 0.09 ‐0.20 0.13
Pedex ‐0.28 ‐0.19 0.17 0.24 ‐0.04 0.25 0.16 0.05 0.13
SN 0.54 0.48 0.24 ‐0.21 0.06 0.12 0.06 0.13 ‐0.33
GS 0.39 0.25 0.06 ‐0.03 0.39 0.29 0.00 ‐0.07 ‐0.16
TKW 0.33 0.21 ‐0.01 ‐0.18 0.16 0.19 0.41 0.25 ‐0.02
DM ‐0.31 ‐0.17 ‐0.13 0.07 ‐0.18 ‐0.23 ‐0.25 0.20 ‐0.02
RWC_3 0.03 0.14 0.02 ‐0.09 0.09 ‐0.19 ‐0.03 0.28 0.12


























Trait Chr.  Position Locus LOD Sub.Eff. PEV Sub.Eff. PEV
GY 2H 68.7 bPb_1569 2.97 1.28 15.90 3.20 22.40
HI 2H 15.3 bPb_9220 2.65 ‐0.03 9.40 0.04 24.20
PH 2H 5.4 bPb_2880 2.76 ‐3.43 15.80 ‐3.80 16.60
PH 5H 164.9 bPb_6367 4.21 ‐3.80 20.00 ‐5.00 26.10
GS 1H 37.5 bPb_9423 2.97 ‐0.71 9.80 ‐1.94 35.50
TKW 1H 55.8 bPb_840 3.02 ‐2.79 15.60 ‐6.40 27.00
TKW 2H 22.8 bPb_1098 3.08 1.92 8.90 6.47 25.50
TKW 2H 81.5 bPb_7160 3.12 2.15 20.00 4.80 22.70
TKW 3H 104.6 Hvm60 3.21 ‐1.49 14.60 ‐1.11 22.40
TKW 5H 85.7 bPb_46127 4.36 ‐2.46 18.40 ‐5.69 26.10
WU 2H 22.9 bPb_4523 2.70 1.85 8.40 1.86 25.20
WU 2H 71.3 bPb_0994 3.63 0.69 19.90 1.43 23.10
RWC_1 2H 65.0 bPb_6313 4.41 ‐5.60 25.60 4.44 21.40
RWC_3 1H 49.2 Bmag718 3.82 ‐9.90 38.00 ‐0.67 4.00
RWC_3 4H 70.4 bPb_0561 4.24 7.66 29.50 3.41 7.80
PI_1 1H 5.6 bPb_9280 2.41 0.48 18.30 0.32 9.50
PI_1 4H 95.2 bPb_1329 2.87 ‐0.42 18.00 ‐0.17 15.70
PI_3 1H 8.4 bPb_0690 2.42 0.26 11.50 0.37 16.30













































































































































































































































































































































































































































































































































Abbr. Trait Units Procedure
GY Grain yield g Total weight of kernels 
BM Total biomass g Weight of all above ground plant biomass
HI Harvest index g/g Ratio of grain yield over total biomass
PH Plant height cm Distance from top of soil to top of primary spike




TKW Thousand kernal weight g Extrapolated weight of 1000 kernals
DM Days to maturity days Days in LD until kernels were mature
WU Total water used per pot L Water given to plant from LD to maturity
WUE Water use efficency of grain yield g/L Ratio of grain yield over water used
LT_1 Leaf temperature at day 1 °C Temperature of the leaf before the flag leaf
LT_3 Leaf temperature at day 3 °C Temperature of the leaf before the flag leaf
LT_7 Leaf temperature at day 7 °C Temperature of the leaf before the flag leaf
RWC_1 Relative water content at day 1 % Ratio of leaf fresh weight over fully turgid weight
RWC_3 Relative water content at at day 3 % Ratio of leaf fresh weight over fully turgid weight
RWC_7 Relative water content at at day 7 % Ratio of leaf fresh weight over fully turgid weight
Fv/Fm_1 Maximum PSII quantum yield  at day 1 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
Fv/Fm_3 Maximum PSII quantum yield at day 3 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
Fv/Fm_7 Maximum PSII quantum yield at day 7 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
PI_1 PSII performance index at day 1 arb. unit Chl flouresence of dark adapted leaf before the flag leaf
PI_3 PSII performance index at day 3 arb. unit Chl flouresence of dark adapted leaf before the flag leaf































































Gel Cy2 Cy3 Cy5
1 Internal  standard Drought 36°C Keel Control  36°C Keel
2 Internal  standard Control  21°C Keel Drought 21°C Keel
3 Internal  standard Control  36°C Arta Drought 36°C Arta
4 Internal  standard Drought 21°C Arta Control  21°C Arta
5 Internal  standard Drought 21°C Keel Drought 36°C Keel
6 Internal  standard Control  36°C Keel Control  21°C Keel
7 Internal  standard Drought 36°C Arta Drought 21°C Arta
8 Internal  standard Control  21°C Arta Control  36°C Arta
9 Internal  standard Drought 36°C Keel Drought 36°C Arta
10 Internal  standard Control  36°C Arta Control  36°C Keel
11 Internal  standard Drought 21°C Arta Drought 21°C Keel












































































































































































































































































































































































































































































































































































































































































GY BM PH Pedex SN GS TKW WU LT_3 RWC_3 PI_3
GY 0.88 0.46 0.33 0.86 0.35 0.45 0.68 ‐0.02 0.53 ‐0.23
BM 0.76 0.43 0.32 0.79 0.31 0.38 0.65 ‐0.26 0.56 ‐0.23
PH 0.10 0.27 0.43 0.40 0.16 ‐0.06 0.35 ‐0.15 0.10 ‐0.08
Pedex 0.18 0.32 0.28 0.17 0.23 0.15 0.43 0.02 0.07 ‐0.45
SN 0.88 0.65 0.13 ‐0.02 ‐0.10 0.12 0.58 ‐0.01 0.50 ‐0.14
GS 0.20 ‐0.05 ‐0.01 0.21 ‐0.16 0.51 0.27 ‐0.12 0.12 ‐0.06
TKW 0.38 0.61 ‐0.02 0.37 0.10 ‐0.01 0.35 0.14 0.35 ‐0.14
WU 0.67 0.78 0.07 0.25 0.53 0.12 0.44 0.15 0.52 ‐0.31
LT_3 ‐0.04 ‐0.16 ‐0.33 ‐0.04 ‐0.02 0.13 ‐0.12 ‐0.17 ‐0.25 ‐0.21
RWC_3 0.33 0.37 0.19 0.24 0.29 ‐0.03 0.27 0.37 ‐0.35 0.11



































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































Trait Min Max Min Max Min Max Min Max Min Max Min Max Min Max Min Max
GY 11.8 a 6.5 15.1 11.7 a 4.2 18.2 5.6 bcd 2.6 11.3 6.4 b 4.3 8.2 6.0 bd 3.1 8.5 7.7 b 6.0 9.0 3.2 cd 0.8 6.0 2.9 c 1.5 4.8
BM 20.7 a 16.2 24.3 20.2 a 9.5 26.1 18.7 ab 15.3 23.3 18.6 ab 13.3 23.3 13.6 c 11.0 17.3 15.1 bc 12.8 18.3 12.3 cd 9.6 16.0 9.8 d 5.1 13.2
HI 0.56 a 0.40 0.73 0.57 a 0.44 0.79 0.29 b 0.14 0.52 0.35 bd 0.27 0.45 0.44 cd 0.23 0.62 0.51 ac 0.45 0.58 0.25 b 0.08 0.47 0.30 b 0.22 0.43
PH 49.6 ab 44.0 53.8 52.5 a 46.5 56.4 44.9 bd 36.9 54.2 50.8 a 43.4 59.8 38.9 c 35.2 42.2 49.9 ab 45.7 54.0 42.8 cd 37.7 48.7 45.3 bd 39.7 51.7
Pedex ‐3.7 a ‐4.6 ‐2.6 ‐5.1 ab ‐9.7 ‐1.9 ‐3.7 a ‐8.8 2.9 ‐5.9 ab ‐9.0 ‐2.9 ‐6.1 ab ‐9.1 ‐2.5 ‐5.8 ab ‐11.3 ‐3.4 ‐5.5 ab ‐7.8 ‐1.2 ‐6.8 b ‐8.7 ‐4.5
SN  19.1 ab 12.7 26.0 21.8 b 10.3 32.0 14.8 ac 8.0 26.0 20.7 ab 14.3 29.7 11.6 c 9.3 14.0 15.6 ac 10.7 22.7 9.7 c 3.3 15.3 11.6 c 4.7 19.3
AS 3.5 ac 0.3 10.7 0.4 a 0.0 2.7 11.1 b 4.0 22.0 6.1 cd 0.3 16.0 3.2 ac 1.7 5.3 2.1 a 0.0 8.0 8.8 bd 4.7 13.7 3.3 ac 0.7 7.7
GS 12.2 a 10.9 14.2 12.1 a 9.3 17.2 10.7 a 6.8 15.1 10.4 a 8.2 14.7 11.2 a 5.7 13.6 11.3 a 9.6 13.0 10.8 a 6.2 14.4 10.0 a 7.8 12.6
TKW 50.2 a 40.6 63.8 44.1 b 33.1 55.0 35.5 c 32.1 41.2 30.4 cd 27.0 33.9 46.0 ab 36.7 51.3 44.5 ab 41.2 48.4 29.9 cd 24.3 37.1 26.3 d 23.4 29.6
DM 90 a 68 107 88 a 63 109 97 a 82 105 93 a 68 107 90 a 74 105 88 a 68 98 96 a 88 102 90 a 63 100
WU 7.54 a 5.89 9.27 6.70 a 4.71 7.96 7.65 a 6.27 9.94 6.65 a 4.81 8.06 3.45 b 1.63 4.26 3.42 b 2.91 3.95 3.61 b 1.66 5.60 3.21 b 2.62 3.98
WUE 1.6 ad 0.9 2.1 1.7 ab 0.8 2.7 0.7 c 0.4 1.4 1.0 cd 0.6 1.3 1.8 ab 1.3 2.8 2.3 b 1.8 3.1 0.9 c 0.2 1.8 0.9 c 0.4 1.7
LT_1 20.3 a 17.1 24.5 21.1 ab 18.7 25.0 35.0 c 32.8 36.2 33.2 d 31.8 35.3 22.8 e 19.5 25.4 22.0 be 19.5 25.1 36.5 cf 33.8 39.0 37.2 f 35.7 38.4
LT_3 21.7 a 18.1 24.4 21.9 a 20.0 24.3 37.0 b 35.7 39.3 35.9 b 32.9 37.9 22.5 a 19.1 25.8 22.6 a 19.7 25.3 37.1 b 35.5 38.6 37.0 b 35.5 38.9
LT_7 23.0 a 17.6 24.4 21.4 a 18.3 23.4 33.2 b 27.6 38.9 34.6 bc 32.2 37.5 22.3 a 18.8 25.1 21.8 a 18.4 24.8 36.4 cd 32.9 39.7 37.2 d 33.5 39.4
RWC_1 90.3 a 87.2 93.3 83.2 ab 65.8 96.4 81.6 abc 55.3 91.2 78.3 bc 67.4 100.0 87.1 ab 75.7 93.6 85.1 ab 70.2 96.2 74.2 c 55.4 92.2 79.2 bc 53.8 94.7
RWC_3 88.5 a 76.1 93.6 87.5 ab 75.1 97.3 76.2 bcd 49.9 88.4 80.5 ab 70.5 87.3 79.8 abc 63.1 90.8 78.3 abc 65.5 93.9 67.3 d 54.8 83.1 72.9 cd 61.0 82.2
RWC_7 82.9 a 77.7 90.2 79.4 ab 69.9 90.4 70.4 bd 63.2 77.4 74.4 ab 63.8 80.2 76.7 ab 58.7 85.2 75.6 ab 58.0 87.7 60.8 cd 43.1 70.5 59.4 c 50.8 69.3
Fv/Fm_1 0.836 a 0.813 0.863 0.835 a 0.814 0.866 0.795 b 0.788 0.801 0.784 bc 0.771 0.792 0.835 a 0.812 0.862 0.826 a 0.806 0.845 0.785 bc 0.751 0.804 0.775 c 0.767 0.785
Fv/Fm_3 0.820 a 0.760 0.838 0.816 ab 0.799 0.821 0.789 bc 0.720 0.829 0.770 c 0.747 0.785 0.829 a 0.806 0.839 0.811 ab 0.795 0.822 0.791 bc 0.724 0.834 0.732 d 0.676 0.765
Fv/Fm_7 0.829 bc 0.818 0.846 0.803 bc 0.765 0.820 0.782 abc 0.716 0.809 0.728 a 0.566 0.782 0.834 c 0.823 0.863 0.815 bc 0.806 0.832 0.761 ab 0.617 0.810 0.564 d 0.322 0.722
PI_1 3.3 a 2.1 5.2 3.5 a 2.7 4.8 1.9 b 1.5 2.3 2.3 bc 1.9 2.7 3.0 ac 1.0 4.4 3.4 a 2.6 4.2 2.0 b 1.5 2.9 2.1 b 1.7 2.6
PI_3 2.5 a 1.9 2.9 3.1 a 2.6 3.5 1.8 b 0.6 3.3 1.8 b 1.2 2.3 2.9 a 2.1 3.7 3.0 a 2.2 3.8 1.8 b 0.7 3.5 1.0 c 0.5 1.4
PI_7 3.0 a 2.2 3.7 2.8 a 2.2 3.4 1.6 b 0.6 2.4 1.4 b 0.3 1.9 3.6 c 2.8 4.8 3.2 ac 2.9 3.8 1.1 b 0.1 1.8 0.3 d 0.0 0.8
Drought 36°C Arta Drought 36°C Keel
Mean Mean Mean Mean Mean Mean Mean Mean







Genotype (G) 1.39 0.005 0.38 0.002 5.72 0.019 * 40.98 0.235 *** 6.03 0.067 * 14.12 0.084 *** 33.85 0.173 *** 1.57 0.018
SWC (S) 73.11 0.257 *** 125.88 0.567 *** 14.63 0.047 *** 36.05 0.207 *** 8.87 0.098 ** 53.49 0.320 *** 2.05 0.010 7.82 0.092 **
Temp. (T) 108.30 0.381 *** 17.59 0.079 *** 165.19 0.536 *** 4.15 0.024 * 0.34 0.004 8.73 0.052 ** 62.73 0.320 *** 0.40 0.005
Replication 23.29 0.082 *** 0.21 0.001 47.98 0.156 *** 3.91 0.022 0.39 0.004 17.29 0.103 *** 12.67 0.065 *** 2.88 0.034
G*S 0.19 0.001 0.05 0.000 0.67 0.002 1.82 0.010 1.66 0.018 0.47 0.003 0.32 0.002 0.79 0.009
G*T 0.28 0.001 2.23 0.010 0.17 0.001 2.42 0.014 1.52 0.017 0.10 0.001 6.16 0.031 * 0.40 0.005
S*T 4.44 0.016 * 1.57 0.007 1.78 0.006 2.75 0.016 0.04 0.000 0.02 0.000 6.56 0.033 * 0.01 0.000
G*S*T 2.45 0.009 3.21 0.014 1.15 0.004 11.03 0.063 ** 0.21 0.002 1.87 0.011 0.87 0.004 0.16 0.002
Genotype (G) 18.26 0.048 *** 4.65 0.020 * 9.95 0.018 ** 6.67 0.034 * 0.98 0.000 0.81 0.000 0.00 0.000 1.22 0.008
SWC (S) 12.53 0.033 *** 0.42 0.002 425.98 0.769 *** 6.12 0.031 * 74.42 0.023 *** 5.29 0.002 * 14.23 0.009 *** 1.34 0.008
Temp. (T) 271.44 0.716 *** 7.70 0.033 ** 0.00 0.000 106.07 0.542 *** 2921.3 0.922 *** 2436.8 0.956 *** 1329.7 0.856 *** 22.83 0.142 ***
Replication 0.32 0.001 148.01 0.634 *** 42.48 0.077 *** 0.08 0.000 81.26 0.026 *** 31.81 0.012 *** 111.79 0.072 *** 57.56 0.357 ***
G*S 2.40 0.006 0.03 0.000 3.75 0.007 0.05 0.000 0.57 0.000 0.55 0.000 0.10 0.000 3.97 0.025
G*T 0.07 0.000 1.13 0.005 0.54 0.001 0.78 0.004 1.18 0.000 1.60 0.001 8.380 0.005 ** 2.52 0.016
S*T 2.33 0.006 0.25 0.001 0.02 0.000 3.09 0.016 4.49 0.001 * 0.04 0.000 17.56 0.011 *** 0.62 0.004
G*S*T 0.67 0.002 0.11 0.000 0.08 0.000 1.87 0.010 14.93 0.005 *** 0.80 0.000 1.33 0.001 0.23 0.001
Genotype (G) 1.00 0.008 0.09 0.000 8.19 0.018 ** 29.77 0.118 *** 43.23 0.146 *** 3.28 0.020 0.04 0.000 16.11 0.031 ***
SWC (S) 21.35 0.176 *** 31.05 0.163 *** 7.70 0.017 ** 3.39 0.013 13.84 0.047 *** 0.97 0.006 0.58 0.003 1.46 0.003
Temp. (T) 25.11 0.207 *** 64.2 0.337 *** 326.2 0.732 *** 111.4 0.443 *** 97.87 0.331 *** 84.42 0.513 *** 114.59 0.520 *** 381.84 0.741 ***
Replication 0.01 0.000 15.37 0.081 *** 29.87 0.067 *** 11.57 0.046 ** 8.93 0.030 ** 3.22 0.020 3.45 0.016 2.05 0.004
G*S 0.01 0.000 0.24 0.001 0.46 0.001 8.38 0.033 ** 9.23 0.031 ** 0.11 0.001 10.07 0.046 ** 4.09 0.008 *
G*T 2.79 0.023 1.37 0.007 0.81 0.002 9.51 0.038 ** 20.680 0.070 *** 0.160 0.001 11.80 0.054 ** 1.07 0.002
S*T 0.03 0.000 5.56 0.029 * 0.66 0.001 4.51 0.018 * 20.04 0.068 *** 0.65 0.004 8.33 0.038 ** 37.13 0.072 ***
G*S*T 0.05 0.000 1.52 0.008 0.62 0.001 1.99 0.008 11.09 0.037 ** 0.85 0.005 0.350 0.002 0.390 0.001
TKW LT_7
PI_7RWC_3 RWC_7 Fv_Fm_1 Fv_Fm_3 Fv_Fm_7 PI_1 PI_3
RWC_1
AS
DM WU WUE LT_1 LT_3










No. Protein Name UniRef100 MW pI Score SC% 36/21
Metabolic process
349 Glycolate oxidase Q3L1H0 111.4 7.0 227.2 2.8 1.35
365 Predicted protein F2D4I5 43.8 9.0 363.1 19.7 1.65
402 Serine‐glyoxylate aminotransferase Q3S2I1 135.3 7.0 210.6 2.4 1.27
487 Glycine decarboxylase P subunit O22575 202.3 6.9 117.2 1.1 1.19
491 Glycine decarboxylase P subunit O22575 202.3 6.9 115.0 7.0 1.49
575 Predicted protein (Fragment) F2DEY7 73.5 5.4 181.9 4.9 ‐1.34
578 Methionine synthase 1 enzyme Q4LB13 215.8 6.9 190.0 10.6 ‐1.22
780 MRNA‐binding protein  Q7X998 162.3 7.0 95.6 1.3 1.37
804 Glyceraldehyde‐3‐phosphate dehydrogenase  F4HNZ6 88.9 7.0 205.2 3.3 1.54
816 Glyceraldehyde‐3‐phosphate dehydrogenase  F4HNZ6 88.9 7.0 86.6 1.5 1.46
820 Predicted protein F2DT74 39.6 9.1 108.5 5.3 1.15
828 Predicted protein F2DT74 39.6 9.1 77.2 5.3 ‐1.37
877 2‐Cys peroxiredoxin BAS1, chloroplastic  Q96468 23.3 5.4 122.4 6.7 1.52
878 2‐Cys peroxiredoxin BAS1, chloroplastic  Q96468 23.3 5.4 106.5 6.7 1.23
912 Triosephosphate isomerase F2DTB2 32.3 7.9 113.4 5.0 1.32
977 Serine hydroxymethyltransferase F2D3S8 56.1 8.8 135.1 4.9 ‐1.37
Carbohydrate metabolic process
327 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P26517 122.3 7.0 154.6 2.4 1.29
330 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P26517 48.3 7.0 49.0 2.6 1.68
713 Predicted protein F2CTY2 44.2 4.9 131.4 3.7 ‐1.17
758 Phosphoribulokinase, chloroplastic P26302 104.4 6.9 140.0 18.3 ‐1.22
766 Phosphoglycerate kinase, chloroplastic P12782 99.4 7.0 152.3 1.5 ‐1.47
788 Fructose‐bisphosphate aldolase F2ELD1 41.9 7.5 304.6 10.8 1.22
791 Malate dehydrogenase A3KLL4 69.5 6.9 181.0 20.6 ‐1.34
Protein metabolic process
623 Putative zinc dependent protease Q2PEV7 191.4 7.0 92.0 1.4 ‐1.43
641 RuBisCO large subunit‐binding protein subunit beta Q43831 100.6 7.0 119.2 1.4 3.14
644 RuBisCO large subunit‐binding protein subunit beta Q43831 118.3 7.0 178.9 2.2 2.63
647 RuBisCO large subunit‐binding protein subunit beta Q43831 100.6 7.0 117.7 1.4 1.99
662 RuBisCO large subunit‐binding protein subunit alpha P08823 113.6 7.0 91.5 1.5 2.20







No. Protein Name UniRef100 MW pI Score SC% 36/21
Nucleobase‐containing compound metabolic process
181 Germin‐like protein 2a Q0GR10 21.8 5.7 132.8 10.8 1.48
184 Germin‐like protein 2a Q0GR10 21.8 5.7 152.1 10.8 1.68
711 S‐adenosylmethionine synthase F2CRM1 42.7 5.4 64.1 3.8 ‐1.34
752 Os03g0315800 protein  Q0DSD6 132.6 7.0 73.1 5.6 ‐1.15
844 Predicted protein F2DLP9 107.1 5.8 32.3 2.0 1.22
Lipid metabolic process
511 Lipoxygenase A1XCI1 92.1 7.0 44.2 1.2 ‐2.72
515 Lipoxygenase A1XCI1 92.1 7.0 52.9 1.2 ‐2.21
519 Lipoxygenase F2E2Z8 96.7 6.2 106.0 12.8 ‐2.72
Catabolic process
315 Aminomethyltransferase Q01KC0 137.0 6.9 208.5 2.1 1.33
Carbon utilization
162 Carbonic anhydrase, chloroplastic P40880 85.1 6.9 219.3 2.8 ‐1.37
Photosynthesis
97 Oxygen‐evolving enhancer protein 2, chloroplastic Q00434 96.0 6.9 44.9 0.9 1.46
182 Chlorophyll a‐b binding protein 1B‐21, chloroplastic Q9SDM1 26.4 5.8 59.6 4.1 1.21
221 Oxygen‐evolving enhancer protein 2, chloroplastic Q00434 96.0 6.9 91.5 7.0 1.29
323 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 153.0 15.1 1.30
324 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 131.8 2.2 1.45
325 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 141.0 19.5 1.54
846 Predicted protein F2CRK1 34.4 5.6 306.6 11.6 1.29
847 Chloroplast oxygen‐evolving enhancer protein 1 A5JV93 68.7 7.0 198.6 3.7 1.55
851 Predicted protein F2CRK1 34.4 5.6 199.0 11.6 1.63
853 Chloroplast oxygen‐evolving enhancer protein 1 A5JV93 68.7 7.0 48.1 2.5 ‐1.37
866 Chlorophyll a/b‐binding protein WCAB O24401 78.9 6.9 106.0 10.3 1.48




P27523 91.6 7.0 108.6 1.2 1.75
873 Predicted protein F2D9M7 29.3 9.4 64.0 4.1 1.82
900 Predicted protein F2D9M7 29.3 9.4 89.2 4.1 1.47











No. Protein Name UniRef100 MW pI Score SC% 36/21
Response to abiotic stimulus
566 Transketolase, chloroplastic Q7SIC9 155.2 7.0 146.0 14.4 1.68
570 Transketolase, chloroplastic Q7SIC9 155.2 7.0 217.0 18.1 ‐1.26




Q5KQH5 165.5 7.0 69.5 5.1 ‐1.26
721 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 239.4 2.2 ‐1.25
724 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 189.9 2.2 ‐1.29
750 Isocitrate dehydrogenase  Q9XHX4 63.7 7.0 38.3 1.9 ‐1.21
763 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 277.8 2.2 ‐1.54
765 RuBisCo activase small isoform E3WDK8 47.1 8.6 167.0 36.5 ‐1.80
768 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 213.4 2.2 ‐1.88
773 RuBisCo activase B, chloroplastic Q42450 47.2 8.6 90.2 4.5 4.62
774 RuBisCo activase B, chloroplastic Q42450 47.2 8.6 375.5 15.5 6.65
799 Putative oxidoreductase, zinc‐binding Q7EYM8 121.9 7.0 277.8 3.6 1.52
Response to stress




P31542 173.3 6.9 124.0 7.9 ‐2.07
564 Chloroplast heat shock protein 70 A4ZYQ0 134.0 7.0 170.2 1.8 1.85
585 Predicted protein F2D884 71.1 4.9 92.4 4.2 2.44
672 ATP synthase subunit alpha, mitochondrial P0C520 47.0 7.0 75.9 3.5 1.24
680 ATP synthase subunit alpha, mitochondrial P0C520 47.0 7.0 79.9 3.5 1.84
921 Ascorbate peroxidase Q945R5 27.6 5.0 133.2 7.0 1.44
939 Heat‐shock protein Q43638 103.9 7.0 122.8 2.2 2.90
Translation
363 Predicted protein F2D6W5 37.4 9.1 57.6 15.0 ‐1.39
533 Elongation factor EF‐G Q9SI75 61.3 6.9 64.2 16.0 2.41






No. Protein Name UniRef100 MW pI Score SC% 36/21
Transport
59 YLP Q9ZR97 87.1 7.0 91.5 2.1 1.28
473 Chloroplast inner envelope protein, putative, expressed Q7XD45 112.4 7.0 35.8 0.9 ‐1.30
592 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 77.0 0.6 2.54
594 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 89.2 0.6 1.52
659 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 173.0 8.3 1.33
669 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 595.5 17.5 1.28
671 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 175.8 10.5 1.68
677 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 159.9 8.1 1.36
678 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 322.7 10.7 1.81
679 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 238.1 5.2 1.42
747 Protein TIC110, chloroplastic O24293 97.2 6.9 77.4 0.9 ‐1.19
769 ATP synthase subunit gamma, chloroplastic P0C1M0 108.6 7.0 129.2 1.8 ‐1.22
790 ATP synthase subunit gamma, chloroplastic P0C1M0 108.6 7.0 161.2 1.8 1.09
83 Predicted protein F2CQ27 25.1 6.8 97.8 33.9 1.43
891 ATP synthase subunit alpha, chloroplastic A1E9I8 181.6 6.9 119.3 1.1 1.42
Unknown
357 Predicted protein (Fragment) F2ECE5 40.8 9.4 99.1 5.7 ‐1.13
359 Predicted protein (Fragment) F2ECE5 40.8 9.4 195.8 8.1 ‐1.38
859 Cp31BHv O81988 102.8 7.0 243.8 2.8 1.42
862 Harpin binding protein 1 Q5QJB5 100.3 7.0 76.9 1.2 1.35











No. Protein Name UniRef100 MW pI Score SC% K/A
Metabolic process
37 Alanine aminotransferase Q84UX4 148.5 7.0 205.3 2.7 ‐1.79
165 Glutathione transferase Q8VWW3 24.9 5.8 41.3 9.1 ‐1.35
311 Serine‐glyoxylate aminotransferase Q3S2I1 135.3 7.0 219.4 2.4 ‐1.83
318 Predicted protein F2D8L5 42.0 6.5 223.0 38.1 ‐1.88
347 Glycolate oxidase Q3L1H0 111.4 7.0 170.0 8.5 ‐1.59
349 Glycolate oxidase Q3L1H0 111.4 7.0 227.2 2.8 ‐1.71
352 Glycolate oxidase Q3L1H0 111.4 7.0 121.2 1.3 ‐2.08
355 Glyceraldehyde‐3‐phosphate dehydrogenase  F4HNZ6 88.9 7.0 241.2 2.7 ‐1.46
356 Glyceraldehyde‐3‐phosphate dehydrogenase  F4HNZ6 88.9 7.0 261.1 4.7 1.33
401 Serine‐glyoxylate aminotransferase Q3S2I1 135.3 7.0 213.1 2.3 ‐1.74
497 Glycine decarboxylase P subunit O22575 202.3 6.9 124.2 1.1 ‐1.60
572 Methionine synthase 1 enzyme Q4LB13 219.5 6.9 244.5 1.6 ‐1.24
575 Predicted protein (Fragment) F2DEY7 73.5 5.4 181.9 4.9 ‐2.10
576 Methionine synthase 1 enzyme Q4LB13 215.8 6.9 207.0 11.7 ‐1.65
578 Methionine synthase 1 enzyme Q4LB13 215.8 6.9 190.0 10.6 ‐2.39
708 Alanine aminotransferase 2 P52894 52.8 5.9 69.2 2.9 ‐1.37
736 Glutamine synthetase leaf isozyme, chloroplastic P13564 152.1 6.9 189.4 2.4 1.43




P18492 49.5 6.4 94.1 19.6 ‐1.23
780 MRNA‐binding protein  Q7X998 162.3 7.0 95.6 1.3 ‐1.61
804 Glyceraldehyde‐3‐phosphate dehydrogenase  F4HNZ6 88.9 7.0 205.2 3.3 2.04
809 Aldo/keto reductase family‐like protein Q8H4J8 68.3 6.9 103.6 1.9 1.37
820 Predicted protein F2DT74 39.6 9.1 108.5 5.3 1.36
828 Predicted protein F2DT74 39.6 9.1 77.2 5.3 ‐1.40
877 2‐Cys peroxiredoxin BAS1, chloroplastic  Q96468 23.3 5.4 122.4 6.7 1.85
912 Triosephosphate isomerase F2DTB2 32.3 7.9 113.4 5.0 1.26





No. Protein Name UniRef100 MW pI Score SC% K/A
Carbohydrate metabolic process
330 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P26517 48.3 7.0 49.0 2.6 ‐1.97
336 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P26517 122.3 7.0 185.8 2.4 ‐2.06
346 Predicted protein F2CUW2 46.9 5.9 72.2 3.6 ‐1.40
351 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P08477 74.7 7.0 133.0 2.2 ‐1.50
393 Predicted protein F2EBQ8 58.5 6.3 32.8 2.8 ‐1.64
610 Ribulose bisphosphate carboxylase large chain P05698 53.0 6.2 29.5 2.7 ‐1.44
713 Predicted protein F2CTY2 44.2 4.9 131.4 3.7 ‐1.41
758 Phosphoribulokinase, chloroplastic P26302 104.4 6.9 140.0 18.3 ‐1.15
760 Phosphoribulokinase, chloroplastic P26302 104.4 6.9 77.5 1.0 1.37
766 Phosphoglycerate kinase, chloroplastic P12782 99.4 7.0 152.3 1.5 ‐1.79
786 Fructose‐bisphosphate aldolase Q9LLD7 124.9 7.0 431.2 4.3 ‐1.78
791 Malate dehydrogenase A3KLL4 69.5 6.9 181.0 20.6 ‐2.45
795 Fructose‐bisphosphate aldolase A5BDH7 62.1 7.0 52.5 1.3 1.50
Protein metabolic process
623 Putative zinc dependent protease Q2PEV7 191.4 7.0 92.0 1.4 ‐1.35
644 RuBisCO large subunit‐binding protein subunit beta Q43831 118.3 7.0 178.9 2.2 ‐1.72
647 RuBisCO large subunit‐binding protein subunit beta Q43831 100.6 7.0 117.7 1.4 ‐2.63
662 RuBisCO large subunit‐binding protein subunit alpha P08823 113.6 7.0 91.5 1.5 ‐2.39
668 RuBisCO large subunit‐binding protein subunit alpha P08823 113.6 7.0 204.1 2.7 ‐2.60
Nucleobase‐containing compound metabolic process
711 S‐adenosylmethionine synthase F2CRM1 42.7 5.4 64.1 3.8 1.26
752 Os03g0315800 protein  Q0DSD6 132.6 7.0 73.1 5.6 ‐1.44
Lipid metabolic process
519 Lipoxygenase F2E2Z8 96.7 6.2 106.0 12.8 ‐1.30
890 Hydroxymethylbutenyl 4‐diphosphate synthase Q672R6 160.1 7.0 77.0 4.0 ‐2.04
Catabolic process
317 Aminomethyltransferase Q01KC0 137.0 6.9 167.3 1.8 ‐1.50
319 Aminomethyltransferase Q01KC0 69.5 6.9 127.3 2.3 ‐2.40
Cellular homeostasis
974 Dihydrolipoyl dehydrogenase F2E5U7 52.9 8.9 156.2 5.0 ‐1.27
979 Dihydrolipoyl dehydrogenase F2E2T3 52.8 8.9 51.4 7.9 ‐1.79
Carbon utilization
162 Carbonic anhydrase, chloroplastic P40880 85.1 6.9 219.3 2.8 ‐1.44
210 Carbonic anhydrase, chloroplastic P40880 35.1 9.9 137.2 9.0 1.63





No. Protein Name UniRef100 MW pI Score SC% K/A
Photosynthesis
97 Oxygen‐evolving enhancer protein 2, chloroplastic Q00434 96.0 6.9 44.9 0.9 2.14
177 Chloroplast‐localized Ptr ToxA‐binding protein1 Q5YL57 106.2 7.0 96.3 5.0 1.22
191 Predicted protein F2D9M7 29.3 9.4 80.1 4.1 1.29
221 Oxygen‐evolving enhancer protein 2, chloroplastic Q00434 96.0 6.9 91.5 7.0 1.86
323 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 153.0 15.1 ‐1.39
324 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 131.8 2.2 ‐1.54
325 Peroxisomal (S)‐2‐hydroxy‐acid oxidase GLO1 Q10CE4 72.9 7.0 141.0 19.5 ‐1.57
637 Hydroxyproline‐rich glycoprotein‐like Q6ETQ7 132.5 7.0 62.6 4.9 ‐1.11
846 Predicted protein F2CRK1 34.4 5.6 306.6 11.6 1.80
847 Chloroplast oxygen‐evolving enhancer protein 1 A5JV93 68.7 7.0 198.6 3.7 2.53
849 Chloroplast oxygen‐evolving enhancer protein 1 A5JV93 68.7 7.0 89.5 3.0 ‐1.17
851 Predicted protein F2CRK1 34.4 5.6 199.0 11.6 2.39
853 Chloroplast oxygen‐evolving enhancer protein 1 A5JV93 68.7 7.0 48.1 2.5 ‐1.43
865 Light harvesting chlorophyll a/b‐binding protein Lhcb1 D6RSA1 28.2 5.0 98.7 9.4 1.66
866 Chlorophyll a/b‐binding protein WCAB O24401 78.9 6.9 106.0 10.3 1.57




P27523 91.6 7.0 108.6 1.2 1.98
873 Predicted protein F2D9M7 29.3 9.4 64.0 4.1 2.36
900 Predicted protein F2D9M7 29.3 9.4 89.2 4.1 1.87
911 Chlorophyll a‐b binding protein 1B‐21, chloroplastic Q9SDM1 26.4 5.8 38.4 4.1 2.11
Response to abiotic stimulus
566 Transketolase, chloroplastic Q7SIC9 155.2 7.0 146.0 14.4 1.56
568 Transketolase, chloroplastic Q7SIC9 155.2 7.0 203.0 18.5 ‐1.12




Q5KQH5 165.5 7.0 69.5 5.1 ‐1.67




P25857 104.6 6.9 208.0 14.5 ‐2.00
763 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 277.8 2.2 ‐1.20
765 RuBisCo activase small isoform E3WDK8 47.1 8.6 167.0 36.5 ‐1.79
768 RuBisCo activase A, chloroplastic Q40073 133.8 6.9 213.4 2.2 ‐2.02
773 RuBisCo activase B, chloroplastic Q42450 47.2 8.6 90.2 4.5 ‐2.05
799 Putative oxidoreductase, zinc‐binding Q7EYM8 121.9 7.0 277.8 3.6 ‐3.23





No. Protein Name UniRef100 MW pI Score SC% K/A
Response to stress




P31542 173.3 6.9 124.0 7.9 ‐1.76
529 Predicted protein F2DXI0 102.0 6.7 84.1 2.4 ‐1.71
656 Thioredoxin reductase B0FXK2 52.0 5.3 70.9 12.7 ‐1.26
680 ATP synthase subunit alpha, mitochondrial P0C520 47.0 7.0 79.9 3.5 1.85
682 ATP synthase subunit alpha, mitochondrial P0C520 47.0 7.0 159.3 5.4 ‐1.20
74 Peroxisome type ascorbate peroxidase Q94IC3 31.7 8.7 147.0 38.8 ‐1.25
744 Predicted protein F2D8I0 47.4 6.2 266.9 9.6 ‐1.36
939 Heat‐shock protein Q43638 103.9 7.0 122.8 2.2 ‐1.43
976 Catalase F2CVM1 56.5 6.6 217.8 6.9 ‐1.17
980 Catalase F2CVM1 56.5 6.6 261.1 7.3 ‐1.38
Translation
363 Predicted protein F2D6W5 37.4 9.1 57.6 15.0 2.26
533 Elongation factor EF‐G Q9SI75 61.3 6.9 64.2 16.0 ‐1.45
703 Eukaryotic initiation factor 4A P41378 143.9 6.9 121.0 4.8 ‐1.65
710 Eukaryotic initiation factor 4A P41378 68.3 7.0 74.4 2.0 ‐1.56
723 Elongation factor Tu Q8W2C3 144.5 6.9 298.2 2.4 ‐1.34
Transport
296 Cytochrome b6‐f complex iron‐sulfur subunit F2CZH5 23.7 9.6 103.4 6.8 1.35
297 Cytochrome b6‐f complex iron‐sulfur subunit F2CZH5 23.7 9.6 92.8 6.8 ‐1.24
592 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 77.0 0.6 ‐1.78
594 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 89.2 0.6 ‐1.23
661 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 234.0 47.2 ‐1.24
669 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 595.5 17.5 1.40
671 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 175.8 10.5 1.51
678 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 322.7 10.7 1.42
683 ATP synthase subunit beta, chloroplastic P00828 53.8 5.0 301.7 8.0 ‐1.25
747 Protein TIC110, chloroplastic O24293 97.2 6.9 77.4 0.9 ‐3.88
769 ATP synthase subunit gamma, chloroplastic P0C1M0 108.6 7.0 129.2 1.8 ‐1.61
789 ATP synthase subunit gamma, chloroplastic P0C1M0 108.6 7.0 65.5 0.8 ‐1.44
83 Predicted protein F2CQ27 25.1 6.8 97.8 33.9 ‐1.62
857 Thioredoxin‐like protein CDSP32, chloroplastic Q84NN4 108.5 7.0 104.0 8.0 ‐1.19
929 ATP synthase subunit alpha, chloroplastic A1E9I8 55.3 6.3 98.0 4.0 ‐1.24
Unknown
357 Predicted protein (Fragment) F2ECE5 40.8 9.4 99.1 5.7 ‐1.40
359 Predicted protein (Fragment) F2ECE5 40.8 9.4 195.8 8.1 ‐2.23
746 Predicted protein F2DE91 41.6 5.2 97.9 7.7 ‐1.29
859 Cp31BHv O81988 102.8 7.0 243.8 2.8 ‐1.34
862 Harpin binding protein 1 Q5QJB5 100.3 7.0 76.9 1.2 1.49












No. Protein Name UniRef100 MW pI Score SC% 36/21 K/A K36/A36 K21/A21
Metabolic process
576 Methionine synthase 1 enzyme Q4LB13 215.8 6.9 207.0 11.7 ‐1.08 ‐1.65 ‐2.03 ‐1.38
780 MRNA‐binding protein  Q7X998 162.3 7.0 95.6 1.3 1.37 ‐1.61 ‐1.95 ‐1.26
809 Aldo/keto reductase family‐like protein Q8H4J8 68.3 6.9 103.6 1.9 1.02 1.37 1.77 1.07
Carbohydrate metabolic process
330 Glyceraldehyde‐3‐phosphate dehydrogenase, cytosolic P26517 48.3 7.0 49.0 2.6 1.68 ‐1.97 ‐2.36 ‐1.49
713 Predicted protein F2CTY2 44.2 4.9 131.4 3.7 ‐1.17 ‐1.41 ‐1.71 ‐1.20
Protein metabolic process
662 RuBisCO large subunit‐binding protein subunit alpha P08823 113.6 7.0 91.5 1.5 2.20 ‐2.39 ‐2.79 ‐1.76
Nucleobase‐containing compound metabolic process
711 S‐adenosylmethionine synthase F2CRM1 42.7 5.4 64.1 3.8 ‐1.34 1.26 ‐1.08 1.61
Response to abiotic stimulus
799 Putative oxidoreductase, zinc‐binding Q7EYM8 121.9 7.0 277.8 3.6 1.52 ‐3.23 ‐3.45 ‐2.95
Translation
533 Elongation factor EF‐G Q9SI75 61.3 6.9 64.2 16.0 2.41 ‐1.45 ‐1.52 ‐1.29
703 Eukaryotic initiation factor 4A P41378 143.9 6.9 121.0 4.8 1.73 ‐1.65 ‐1.96 ‐1.24
Transport
592 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 77.0 0.6 2.54 ‐1.78 ‐2.30 1.01
594 Vacuolar proton‐ATPase Q9FS11 197.2 7.0 89.2 0.6 1.52 ‐1.23 ‐1.44 1.03
83 Predicted protein F2CQ27 25.1 6.8 97.8 33.9 1.43 ‐1.62 ‐1.91 ‐1.29
Unknown
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